We claim: 

1. A simplified method for simultaneous sequence-specific identification of multiple 
5 mRNA molecules in a RNA population comprising the steps of: 

preparing a population of capturable double-stranded cDNA molecules from a population 
of mRNA molecules having a 3' poly (A) terminus by using a mixture of anchor primers, each 
anchor primer having a 5' terminus and a 3' terminus and including: (i) phasing residues located 
at the 3' terminus of each of the anchor primers selected from the group consisting of -V, -V-N, 
10 and -V-N-N, wherein V is a deoxyribonucleotide selected from the group consisting of A, C, and 
G; and N is a deoxyribonucleotide selected from the group consisting of A, C, G, and T, the 
mixture including anchor primers containing all possibilities for V and N where the anchor 
primer phasing residues in the mixture are defined by one of -V, -V-N, or -V-N-N; (ii) a tract of 
8 to 40 T residues located towards the 5'-terminus relative to the phasing residues; (hi) a first 
15 staffer segment consisting of 4 to 40 nucleotides; (iv) a segment complementary to a 3' PCR 
primer consisting of about 12 to about 20 nucleotide residues located towards the 5'-terminus 
relative to the tract of T residues; (v) a second staffer segment consisting of 4 to 40 nucleotides 
and (vi) a capturable moiety affixed to the anchor primer; 

digesting the population of capturable double-stranded cDNA molecules with a 
20 restriction endonuclease that recognizes at least a four nucleotide sequence not found within the 
sequence of the anchor primer, thereby producing a population of capturable double stranded 
cDNA fragments, each capturable double stranded cDNA fragment having an anchor end that 
corresponds to the poly(A) segment of the original mRNA molecule and including at least a 
portion of a sequence corresponding to that of the anchor primer, and a free end opposite to the 
25 anchor end; 

capturing the capturable moiety, thereby affixing the capturable double-stranded cDNA 
fragments to a substrate to form affixed double stranded cDNA fragments; 

ligating a double stranded adapter polynucleotide to the free end of each affixed double 
stranded cDNA fragment to form a population of adapted cDNA molecules, the double stranded 
30 adapter polynucleotide including a segment corresponding to the sequence of a bacteriophage 
RNA polymerase promoter and a segment complementary to a 5' PCR primer; 
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generating a first set of sequence-specific PCR products by dividing the population of 
adapted cDNA molecules into a first series of subpools as templates for a first polymerase chain 
reaction with a 3' PCR-primer about 15 to 30 nucleotides in length that is complementary to at 
least a portion of the anchor primer sequence and a first 5' PCR-primer about 15 to about 30 
5 nucleotides in length and that is complementary to a portion of the adapter polynucleotide, with 
the complementarity extending one nucleotide beyond the portion of the adapter polynucleotide 
into the specific sequence corresponding to the free end of the capturable cDNA and including a 
3'-terminus consisting of -N* wherein X is an integer from 1 to 5, and N is selected from group 
consisting of the four deoxyribonucleotides A, C, G, and T, and wherein a different one of the 
1 0 first 5* PCR primers is used in each of 4 X different subpools; 

generating a detectable second set of sequence-specific PCR products by further dividing 
the first set of sequence-specific PCR products in each of the first series of subpools into a 
second series of subpools and using the first set of sequence-specific PCR products as templates 
for a second polymerase chain reaction with a 3' PCR primer of 15 to 30 nucleotides in length 
15 comprising a detectable moiety and a second 5' PCR primer defined as having a T-terminus 
consisting of - N x -N x+Y , wherein N x is the same as the N x used in the first polymerase chain 
reaction for that subpool, wherein Y is an integer from 1 to 5, (X+Y) is an integer from 2 to 6, N 
is selected from group consisting of the four deoxyribonucleotides A, C, G, and T, wherein the 
second 5' PCR primer is about 15 to about 30 nucleotides in length and wherein the second 5' 
20 PCR-primer is complementary to a portion of the adapter polynucleotide with the 

complementarity extending X+Y nucleotides beyond the portion of the adapter polynucleotide 
into the specific sequence corresponding to the free end of the capturable cDNA, wherein a 
different one of the second 5 1 PCR primers is used in the different 4 X+Y subpools of the second 
series of subpools; 

25 resolving the second set of sequence-specific PCR products to generate a simultaneous 

display of sequence-specific PCR products representing the 3'-ends of mRNA molecules present 

in the mRNA population; and 

characterizing each sequence-specific PCR product by a partial sequence and a length, 
thereby providing simultaneous sequence-specific identification of multiple mRNA molecules in 
30 a RNA population without making a cDNA library. 
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2. The method of claim 1 , wherein the step of preparing a population of double- 
stranded cDNA molecules comprises the steps of synthesizing a first cDNA strand and 
synthesizing a second cDNA strand. 

3 . The method of claim 1 , further comprising the steps of 

5 transcribing to produce synthetic RNA molecules by incubating the capturable cDNA 

with a bacteriophage RNA polymerase capable of initiating transcription from the sequence 
corresponding to the sequence of a bacteriophage RNA polymerase promoter; and 

generating first-strand cDNA by transcribing the cRNA using a reverse transcriptase and 
a RT primer being 15 to 30 nucleotides in length and comprising a segment capable of 

1 0 hybridizing to a portion of the anchor primer sequence. 

4. The method of claim 1, wherein the anchor primer further comprises at least one 
segment comprising a sequence recognized by a restriction endonuclease that recognizes at least 
six bases, the segment being located towards the 5'-terminus of the anchor primer relative to the 

3' PCR primer segment. 

5. The method of claim 1 wherein the anchor primer phasing residues are -V-N-N. 

6. The method of claim 1 wherein X = 1 and Y = 3. 

7. The method of claim 1 wherein the tract of T residues comprises 1 8 T residues. 

8. The method of claim 1 wherein the anchor primer is chosen from the group 
consisting of primers having the sequence 5'-A-T-G-A-A-T-T-C-T-C-T-A-G-A-G-A-T-T-G-C- 
T-A-C-C-T-C-A-G-T-C-T-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-A-G-T-A-C-T-C-A-C-T-G-C- 
T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-V-N-N-3' (SEQIDNO: 1), 5'-A-T-G-A-A-T-T-C-T- 
C-T-A-G-A-G-T-C-T-G^ 

T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-V-N-N-3'(SEQ ID NO: 2) and 5'-G-A-A-T-T-C-A-A- 
C-T-G-G-A-A-G-C-G-G-C-C-G-^ 

A-C-T-C-A-C-T-G-C-A-G-T^ < SE Q m N0: 

3), wherein the 5' terminal base (base 1) is a biotinylated adenylate residue, each V can represent 
A, C or G, and each N can represent A, C, G, or T- 

9. The method of claim 1 wherein the bacteriophage RNA polymerase promoter is 
selected from the group consisting of T3 promoter, T7 promoter and SP6 promoter. 



15 



20 



25 
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10. The method of claim 9 wherein the bacteriophage RNA polymerase promoter is a 
T3 promoter. 

11. The method of claim 1 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-A-T-G-A-A-T-T-C-G-G-T-A-C-C-A-A-T-T-A-A-C- 

5 C-C-T-C-A-C-T-A-A-A-G-G-G^ 
C-G-G-T-A-T-3' (SEQ ID NO:7). 

12. The method of claim 1 wherein one strand of the double stranded adapter 

polynucleotide comprises the sequence y^ArT-A-C<>G-T^A^T^^^ 
A-T-G-A-T-A-A-G-C-T-G-T-C-C-C-T-T-T-A-G-T-G-A-G-G-G-T-T-A-A-T^ 

10 G-A-A-T-T-C-A-T-3'(SEQIDNO:8). 

13. The method of claim 1 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-Phospho-C-G-A-T-A-C-C-G-T-C-G-A-C-C-T-C-G- 
A-G-G-T-C-C-C-T-T-T-A-G-T-G-A-G-G-G-T-T-A-A-T-T-G-G-T-A-C-C-G-A-A-T-T-3' (SEQ 

ID NO:9). 

15 14. The method of claim 1 wherein one strand of the double stranded adapter 

polynucleotide comprises the sequence 5'-A-A-T-T-C-G-G-T-A-C-C-A-A-T-T-A-A-C-C-C-T- 
C-A-C-T-A-A-A-G-G-G-A-C-C-T-C-G-A-G-G-T-C-G-A-C-G-G-T-A-T-3' (SEQ ID NO:10). 

15. The method of claim 1 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-Phospho-G-A-T-C-C-T-C-A-C-C-A-C-A-G-A-G-C-T- 

20 T-C-G-A-G-G-T-C-C-C-T-T^ 
(SEQ ID NO: 11). 

16. The method of claim 1 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-A-A-T-T-C-G-G-T-A-C-C-A-A-T-T-A-A-C-C-C-T- 
C-A-C-T-A-A-A-G-G-G-A-C-C-T-C-G-A-A-G-C-T-C-T-G-T-G-G-T-G-A-GO 

25 NO: 12). 

17. The method of claim 1 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-Phospho-C-T-C-A-C-C-A-C-A-G-A-G-C-T-T-C-G-A- 
G-G-T-C-C-C-T-T-T-A-G-T-G^ (SEQ W 
NO: 13). 

30 18. The method of claim 1 wherein one strand of the double stranded adapter 
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polynucleotide comprises the sequence 5'-A-A-T-T<^G^T-A-C^A-A-T-T-A-A<X>C-T- 
C-A-C>T-A-A-A-G^AWT^A-A^T^-T^T^T^A^A-T^3' (SEQ 

IDNO:14). 

19. The method of claim 1 wherein the 3 ' PCR primer comprises a sequence chosen 
5 from the group consisting of 5'-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-3' (SEQ ID NO:5) ) and 

5'-G-A-G-C-T-C-G-T-T-T-T-C-C-C-A-G-3' (SEQ ID NO:6). 

20. The method of claim 4 wherein the RT primer comprises a sequence chosen from 
the group consisting of 5'- C-A-G-T-C-T-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-3' (SEQ ID 
NO:15) and 5'-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-3' (SEQ ID NO:5). 

10 21. The method of claim 1 wherein the first 5' PCR primer comprises a sequence 

chosen from the group consisting of 5'-C-T-C-G-A-G-CT-C-G-A-C-G-G-T-A-T-C-G-G-N-3' 
(SEQ ID NO:16), 5'-C-C-T-C-G-A-G-G-T-C-G-A-C-G-G-T-A-T-C-G-G-N-3' (SEQ ID 
NO:17), 5' A-G-C-T-C-T-G-T-G-G-T-G-A-G-G-A-T-C-N-3' (SEQ ID NO:19), 5'- A-G-C-T-C- 
T-G-T-G-G-T-G-A-G-C-A-T-G-N-3' (SEQ ID NO:21) and 5'- C-C-T-C-G-A-G-G-T-C-G-A-C- 

15 G-G-T-A-T-C-G-A-N -3' (SEQ ID NO:23). 

22. The method of claim 1 wherein the second 5' PCR primer comprises a sequence 
chosen from the group consisting of 5'-C-G-A-C-G-G-T-A-T-C-G-G-N-N-N-N-3' (SEQ ID 

NO:18), 5'-C-T-C-T-G-T-G-G-T-G-A-G-G-A-T-C-N-N-N-N-3' (SEQ ID NO:20), 5'-C- 
T-C-T-G-T-G-G-T-G-A-G-C-A-T-G-N-N-N-N-3' (SEQ ID NO:22), and 5'-T-C-G-A-G-G-T-C- 
20 G-A-C-G-G-T-A-T-C-G-A-N-N-N-N-3' (SEQ ID NO:24). 

23. The method of claim 1 wherein the three nucleotides at the 3' end of the first 5' 
PCR primer are joined by phosophodiesterase-resistant linkages. 

24. The method of claim 1 wherein the restriction endonuclease recognizing at least a 
four nucleotide sequence not found within the sequence of the anchor primer is selected from the 

25 group consisting of Aril, Alul, gfal, BstUI, Cjp6I, DfinI, DpnII, Haelll, Hhal, ffinPH, Hpall, 
Maell, Mbol, Mnll, Msel, M§El, Nlaffl, Rsal, Sau3 AI, Tail, Taal, and Isp.5091. 

25 . The method of claim 1 wherein the restriction endonuclease recognizing a four- 

nucleotide sequence is Msp I 

26. The method of claim 1 wherein the restriction endonuclease recognizing at least a 
30 four nucleotide sequence not found within the sequence of the anchor primer is selected from the 
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group consisting of Bgffl, Bmgl, BsaAI, BsaHI, BsaWI, Bsbl, BsePI, BseSI, Bsfl, BsiEI, 
BsiHKAI, BsiWI, BsmI, Bsp.12861, Bso1407I, BsdEI, Bsp_GI, Bsp_HI, BspLUl II, BspEI, Bsp_GI, 
Bsp_HI, BspLUl II, Bsp.MII, BsrBI, BsrFI, BsrGI, BssFffl, BssHII, BssSI, BstBI, BstYI, BstZ17I, 
Btgl, Btrl, CM, CfrlOI, Oal, Dral, Drdll, Dsal, Eael, EagI, Ecll36II, Eco47III, EcoNI, Esol, 

5 Ese3I, FseI, Gdill, Hael, Haell, HgiAI, HgiEII, HgiJII, Hin4I, Hindi, Hindll, Hmdlll, KasI, 
Kniil, Kso632I, LrmI, Mkl Mmel, M§cl, MsU, MsfiAlI, Msfl, Nael, Narl, Ncol, Ndel, Nhel, 
NU3877I, NotI, Nrul, NsnBII, OUI, Pdl, PflMI, Pmel, PpulOI, PpuMI, PsdOMI, PsrI, PssI, 
PvuII, RleAI, Rsrn, Safil, Saul, Sbfl, Sal, Sdul, Sfcl, Sfol, Sg.fi, SgrAI, Smal, Smll, Snal, 
SnaBI, Srfl, Sse232I, Sse8387I, Sse8647I, Styl, Tthl 1 II, Tthl 1 III, UbaKI, Vsnl, Xbal, Xcml, 

10 Xhol . Xmal . 

27. The method of claim 1 wherein the restriction endonuclease recognizing at least a 
four nucleotide sequence not found within the sequence of the anchor prime is selected from the 
group consisting of AscI, Bael, FseI, NotI, Pacl> Pmel, EeuMI, Rsrll, SanI, SexAI, Sfil, Sgfl, 

SgrA I, Srfl, Sse8387I and Swal. 
15 28. The method of claim 4 wherein the restriction endonuclease that recognizes at least 

six bases is selected from the group consisting of AscI, Bael, FseI, NotI, PacI, Pmel, PpuMI, 
Rsrll, Sa£>I, SexAI, Sfil, Sgfl, SgrAI, Srfl, Sse8387I and Swal. 

29. The method of claim 4 wherein the restriction endonuclease that recognizes at least 
six bases is selected from the group consisting of EcoRI and Xbal. 
20 30. The method of claim 1, wherein the capturable moiety of the anchor primer of the 

double stranded DNA molecule is affixed to a substrate comprising a coating selected from the 
group consisting of streptavidin, avidin, neutravidin, N-oxysuccinimide ester, 
dimethyladipimidate-2-HCl, dimethylpimelimidate-HCl , dimethylsuberimidate-2HCl, dimethyl 
S^'-dithiobisproprionimidate^HCl, disuccinimidyl glutarate, disuccinimidyl suberate, 
bis(sulfosuccinimidyl)suberate, dithiobis(succinimidyl proprionate), dithiobis(sulfosuccinimidyl 
proprionate), ethylene glycobis(succinimidylsuccinate), ethylene 

glycobis(sulfosuccinimidylsuccinate), disuccinimidyl tartarate, disulfosuccinimidyl tartarate, 
bis[2-succinimidyloxycarbonyloxy)emyl]sulfone,bis[2<sulfosuccimmidyloxycarbonyloxy) 

ethyl]sulfone, and N-hydroxysuccinimidyl 2,3-dibromopropionate, succinimidyl 4-(N- 
30 maleimidomethyl) cyclohexane-l-carboxylate, sulfosuccinimidyl 4-(N-maleimidomethyl) 
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cyclohexane-l-carboxylate, m-maleimidobenzoyl-N-hydroxysuccinimide ester, m- 
maleimidobenzoyl-N-hydroxysulfosuccinimide ester, succinimidyl 4-(p-maleimidophenyl)- 
butyrate, sulfosuccinimidyl 4-(p-maleimidophenyl)-butyrate, bismaleimidohexane, N-(y- 
maleimidobutyryloxy)succinimide ester, N-(Y-maleimidobutyryloxy)sulfosuccinimide ester, N- 
succinimidyl(4-iodoacetyl)aminobenzoate,sulfosuccinimidyl(4-iodoacetyl)amm^^ 
Di-tS'^'-pyridyldithioCpropionamido^utane], 4-succinimidyloxycarbonyl-a-(2- 
py ridylditrno)toluene, sulfosurc^ 

succinimidyl-3-(2-pyridyldithio)-propionate, succinmidyl 6-[3-(2- 
pyridyldithio)propionamido]hexanoate, sulfosuccinmidyl 6-[3-(2- 
pyridylditrno)propio^^ 

hydrochloride, N,N'-dicyclohexylcarbodiimide, l,5-difluoro-2,4-dinitrobenzene, N-5-azido-2- 
nitrobenzoyloxysuccinimide, N-hydroxysuccinimidyl-4-azidobenzoate, N- 
hydroxysulfosuccinimidyl-4-azidobenzoate, N-hy<koxysuccinimidyl-4-azidosalicylic acid, N- 
hydroxysulfosuccinimidyl-4-azidosalicylic acid, sulfosuccinimidyl-(4-azidosalicylamido)- 
hexanoate,p-nitrophenyl-2-diazo-3,3,3-trifluoropropionate, 2-diazo-3,3,3- 
trifluoropropionylchloride,N-succirdmidyl-(4-azidophenyl)l,3 , -dithiopropionate, 
sulfosuccinimidyl-(4-azidophenyldithio)propionate,sulfosuccinimidyl2-(7-azido-4- 
methylcoumarin-3-acetamide) ethyl- U'-dithiopropionate, sulfosuccinimidyl 7-azido-4- 
methylcoumarin-3-acetate, sulfosuccinimidyl 2(m-azido-o-nitrobenzamido)-ethyl-l ,3'- 
dithiopropionate,N-succinimidyl-6-(4^azido-2'-nitrophenylamino)he^ 
6-(4 , -azido-2'-nitrophenylamino)hexanoate,sulfosuccininiidyl2-(p-azidosalicyl^ 

dithiopropionate, and sulfosuccinimidyl 4-(p-azidophenyl)butyrate and mixtures thereof. 

31. The method of claim 30, wherein the capturable moiety of the anchor primer of 
the double stranded DNA molecule is affixed to a substrate comprising a coating of streptavidin. 

32. The method of claim 30, wherein the capturable moiety of the anchor primer of 
the double stranded DNA molecule is affixed to a substrate comprising a coating of N- 

oxysuccinimide ester. 

33. A method for simultaneous sequence-specific identification of multiple mRNA 

molecules in a RNA population comprising the steps of: 
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preparing a population of capturable double-stranded cDNA molecules from a population 
of mRNA molecules having a 3' poly (A) terminus by using a mixture of anchor primers, each 
anchor primer having a 5' terminus and a 3' terminus and including: (i) phasing residues located 
at the 3' terminus of each of the anchor primers consisting of -V-N-N, wherein V is a 

5 deoxyribonucleotide selected from the group consisting of A, C, and G; and N is a 

deoxyribonucleotide selected from the group consisting of A, C, G, and T, the mixture including 
anchor primers containing all possibilities for V and N; (ii) a tract of 8 to 40 T residues located 
towards the 5'-terminus relative to the phasing residues; (iii) a first staffer segment consisting of 
4 to 40 nucleotides; (iv) a segment complementary to a 3' PCR primer consisting of about 12 to 

1 0 about 20 nucleotide residues located towards the 5*-terminus relative to the tract of T residues; 
(v) a second staffer segment consisting of 4 to 40 nucleotides; (vi) at least one segment 
comprising a sequence recognized by a restriction endonuclease that recognizes at least six 
bases, the segment being located towards the 5'-terminus of the anchor primer relative to the 3' 
PCR primer segment and (vii) a capturable moiety affixed to the anchor primer; 

1 5 digesting the population of capturable double-stranded cDNA molecules with a 

restriction endonuclease that recognizes at least a four nucleotide sequence not found within the 
sequence of the anchor primer, thereby producing a population of capturable double stranded 
cDNA fragments, each capturable double stranded cDNA fragment having an anchor end that 
corresponds to the poly(A) segment of the original mRNA molecule and including at least a 

20 portion of a sequence corresponding to that of the anchor primer, and a free end opposite to the 
anchor end; 

capturing the capturable moiety, thereby affixing the capturable double-stranded cDNA 
fragments to a substrate to form affixed double stranded cDNA fragments; 

ligating a double stranded adapter polynucleotide to the free end of each affixed double 
25 stranded cDNA fragment to form a population of adapted cDNA molecules, the double stranded 
adapter polynucleotide including a segment corresponding to the sequence of a bacteriophage 
RNA polymerase promoter and a segment complementary to a 5' PCR primer; 

generating a first set of sequence-specific PCR products by dividing the population of 
adapted cDNA molecules into a first series of subpools as templates for a first polymerase chain 
30 reaction with a 3' PCR-primer about 1 5 to 30 nucleotides in length that is complementary to at 
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least a portion of the anchor primer sequence and a first 5' PCR-primer about 15 to about 30 
nucleotides in length and that is complementary to a portion of the adapter polynucleotide, with 
the complementarity extending one nucleotide beyond the portion of the adapter polynucleotide 
into the specific sequence corresponding to the free end of the capturable cDNA and including a 

5 3'-terminus consisting of-N x , wherein X is an integer from 1 to 5, and N is selected from group 
consisting of the four deoxyribonucleotides A, C, G, and T, and wherein a different one of the 
first 5' PCR primers is used in each of 4 X different subpools; 

generating a detectable second set of sequence-specific PCR products by further dividing 
the first set of sequence-specific PCR products in each of the first series of subpools into a 

10 second series of subpools and using the first set of sequence-specific PCR products as templates 
for a second polymerase chain reaction with a 3' PCR primer of 15 to 30 nucleotides in length 
comprising a detectable moiety and a second 5' PCR primer defined as having a S'-terminus 
consisting of - N x -N x+ y, wherein N x is the same as the N x used in the first polymerase chain 
reaction for that subpool, wherein Y is an integer from 1 to 5, (X+Y) is an integer from 2 to 6, N 

15 is selected from group consisting of the four deoxyribonucleotides A, C, G, and T, wherein the 
second 5' PCR primer is about 15 to about 30 nucleotides in length and wherein the second 5' 
PCR-primer is complementary to a portion of the adapter polynucleotide with the 
complementarity extending X+Y nucleotides beyond the portion of the adapter polynucleotide 
into the specific sequence corresponding to the free end of the capturable cDNA, wherein a 

20 different one of the second 5' PCR primers is used in the different 4 X+Y subpools of the second 
series of subpools; 

resolving the second set of sequence-specific PCR products to generate a simultaneous 
display of sequence-specific PCR products representing the 3 , -ends of mRNA molecules present 
in the mRNA population; and 
25 characterizing each sequence-specific PCR product by a partial sequence and a length, 

thereby providing simultaneous sequence-specific identification of multiple mRNA molecules in 
a RNA population without making a cDNA library. 

34. The method of claim 33, wherein the step of preparing a population of double- 
stranded cDNA molecules comprises the steps of synthesizing a first cDNA strand and 
30 synthesizing a second cDNA strand. 
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35. The method of claim 33, further comprising the steps of 

transcribing to produce synthetic RNA molecules by incubating the capturable cDNA 
with a bacteriophage RNA polymerase capable of initiating transcription from the sequence 
corresponding to the sequence of a bacteriophage RNA polymerase promoter; and 
5 generating first-strand cDNA by transcribing the cRNA using a reverse transcriptase and 

a RT primer being 15 to 30 nucleotides in length and comprising a segment capable of 
hybridizing to a portion of the anchor primer sequence. 

36. The method of claim 33, wherein X = 1 and Y = 3. 

37. The method of claim 33 wherein the anchor primer is chosen from the group 

10 consisting of primers having the sequence 5'-A-T-G-A-A-T-T-C-T-C-T-A-G-A-G-A-T-T-G-C- 
T-A-C-C-T-C-A-G-T-C-T-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-A-G-T-A-C-T-C-A-C-T-G-C- 

T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-V-N-N-3' (SEQIDNO: 1), 5'-A-T-G-A-A-T-T-C-T- 
C-T-A-G-A-G-T-C-T-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-A-G-T-A-C-T-C-A-C-T-G-C-A-G- 

T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-V-N-N-3'(SEQ ID NO: 2) and 5'-G-A-A-T-T-C-A-A- 
15 C-T-G-G-A-A-G-C-G-G-C-C-G-C-A-G-G-A-A-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-A-G-T- 
A-C-T-C-A-C-T-G-C-A-G-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-V-N-N-3' (SEQ ID NO: 
3), wherein the 5' terminal base (base 1) is a biotinylated adenylate residue, each V can represent 
A, C or G, and each N can represent A, C, G, or T. 

38. The method of claim 33 wherein the bacteriophage RNA polymerase promoter is 
20 selected from the group consisting of T3 promoter, T7 promoter and SP6 promoter. 

39 The method of claim 3 3 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-A-T-G-A-A-T-T-C-G-G-T-A-C-C-A-A-T-T-A-A-C- 
C-C-T-C-A-C-T-A-A-A-G-G-G-A-C-A-G-C-T-T-A-T-C-A-T-C-G-C-T-C-G-A-G-C-T-C-G-A- 

C-G-G-T-A-T-3' (SEQ ID NO:7). 
25 40. The method of claim 33 wherein one strand of the double stranded adapter 

polynucleotide comprises the sequence 5'-C-G-A-T-A-C-C-G-T-C-G-A-G-C-T-C-G-A-G-C-G- 
A-T-G-A-T-A-A-G-C-T-G-T-C-C-C-T-T-T-A-G-T-G-A-G-G-G-T-T-A-A-T-T-G-G-T-A-C-C- 

G -A-A-T-T-C-A-T-3'(SEQ ID NO:8). 
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41 . The method of claim 33 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-Phospho-C-G-A-T-A-C-C-G-T-C-G-A-C-C-T-C-G- 
A-G-G-T-C-C-C-T-T-T-A-G-T-G-A-G-G-G-T-T-A-A-T-T-G-G-T-A-C-C-G-A-A-T-T-3' (SEQ 

ID NO:9). 

5 42. The method of claim 33 wherein one strand of the double stranded adapter 

polynucleotide comprises the sequence 5'-A-A-T-T-C-G-G-T-A-C-C-A-A-T-T-A-A-C-C-C-T- 
C-A-C-T-A-A-A-G-G-G-A-C-C-T-C-G-A-G-G-T-C-G-A-C-G-G-T-A-T-3' (SEQ ID NO:10). 

43 . The method of claim 33 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-Phospho-G-A-T-C-C-T-C-A-C-C-A-C-A-G-A-G-C-T- 

10 T-C-G-A-G-G-T-C-C-C-T-T-T-A-G-T-G-A-G-G-G-T-T-A-A-T-T-G-G-T-A-C-C-G-A-A-T-T-3' 

(SEQ ID NO: 11). 

44. The method of claim 33 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-A-A-T-T-C-G-G-T-A-C-C-A-A-T-T-A-A-C-C-C-T- 
C-A-C-T-A-A-A-G-G-G-A-C-C-T-C-G-A-A-G-C-T-C-T-G-T-G-G-T-G-A-G-3' (SEQ ID 

15 NO:12). 

45 . The method of claim 33 wherein one strand of the double stranded adapter 
polynucleotide comprises the sequence 5'-Phospho-C-T-C-A-C-C-A-C-A-G-A-G-C-T-T-C-G-A- 
G-G-T-C-C-C-T-T-T-A-G-T-G-A-G-G-G-T-T-A-A-T-T-G-G-T-A-C-C-G-A-A-T-T-3' (SEQ ID 

NO: 13). 

20 46. The method of claim 33 wherein one strand of the double stranded adapter 

polynucleotide comprises the sequence 5'-A-A-T-T-C-G-G-T-A-C-C-A-A-T-T-A-A-C-C-C-T- 
C-A-C-T-A-A-A-G-G-G-A-C-C-T-C-G-A-A-G-C-T-C-T-G-T-G-G-T-G-A-G-C (SEQ 

ID NO: 14). 

47. The method of claim 33 wherein the 3 ' PCR primer comprises a sequence chosen 
25 from the group consisting of 5'-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-3' (SEQ ID NO:5) ) and 

5'-G-A-G-C-T-C-G-T-T-T-T-C-C-C-A-G-3' (SEQ ID NO:6). 

48. The method of claim 33 wherein the RT primer comprises a sequence chosen from 
the group consisting of 5'- C-A-G-T-C-T-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-3' (SEQ ID 
NO:15) and 5'-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-3' (SEQ IDNO:5). 

30 49. The method of claim 33 wherein the first 5' PCR primer comprises a sequence 
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chosen from the group consisting of 5'-C-T-C-G-A-G-C-T-C-G-A-C-G-G-T-A-T-C-G-G-N-3' 
(SEQ ID NO:16), 5'-C-C-T-C-G-A-G-G-T-C-G-A-C-G-G-T-A-T-C-G-G-N-3' (SEQ ID 
NO:17), 5' A-G-C-T-C-T-G-T-G-G-T-G-A-G-G-A-T-C-N-3' (SEQ ID NO:19), 5'- A-G-C-T-C- 
T-G-T-G-G-T-G-A-G-C-A-T-G-N-3' (SEQ ID NO:21) and 5'- C-C-T-C-G-A-G-G-T-C-G-A-C- 
5 G-G-T-A-T-C-G-A-N -3' (SEQ ID NO:23). 

50. The method of claim 33 wherein the second 5 ' PCR primer comprises a sequence 
chosen from the group consisting of 5'-C-G-A-C-G-G-T-A-T-C-G-G-N-N-N-N-3' (SEQ ID 

NO:18), 5'-C-T-C-T-G-T-G-G-T-G-A-G-G-A-T-C-N-N-N-N-3' (SEQ ID NO:20), 5'-C- 
T-C-T-G-T-G-G-T-G-A-G-C-A-T-G-N-N-N-N-3' (SEQ ID NO:22), and 5'-T-C-G-A-G-G-T-C- 
10 G-A-C-G-G-T-A-T-C-G-A-N-N-N-N-3' (SEQ ID NO:24). 

51. The method of claim 33 wherein the restriction endonuclease recognizing at least a 
four nucleotide sequence not found within the sequence of the anchor primer is selected from the 
group consisting of Aril, Alul, Bfal, BstUI, Csp6I, Dpnl, DDnll, Haelll, Hhal, HinPlI, Hpall, 
Maell, Mbol, Mnll, Msel, Msp.1, Nlaffl, Rsal, Sau3AI, Tail, Tafll, and lsp509I. 

l5 52 . The method of claim 33 wherein the restriction endonuclease recognizing a four- 

nucleotide sequence is Msp I 

53. The method of claim 33 wherein the restriction endonuclease recognizing at least a 
four nucleotide sequence not found within the sequence of the anchor primer is selected from the 
group consisting of Bglll, Bmgl, BsaAI, BsaHI, BsaWI, Bsbl, BsePI, BseSI, Bsil, BsiEI, 
20 BsiHKAI, BsiWI, BsmI, Bsol286I, Bse1407I, BsoEI, BsnGI, BsdHI, BsoLUl II, BsdEI, BsdGI, 
BsdHI, BsdLUIII, Bsd.MII, BsrBI, BsrFI, BsrGI, BssHII, BssHII, BssSI, BstBI, BstYI, BstZ17I, 
Btgl, Btrl, Cfrl, CfrlOI, Clal, Dral, Drdll, Dsal, Eael, EagI, Ecll36II, Eco47III, EcoNI, Esp.1, 
Esp.31, Fspl, Gdill, Hael, Haell, HgiAI, HgiEII, Hgini, Hm4I, Hindi, Hincffl, Hindlll, KasI, 
KpnI . Ksp.6321, Lpnl, Mfel, Mmel . MscI, Mill, MstjAII, MstI, Nagl, Narl, Ncol, Ndel, Nhel, 
25 NU3877I, NotI, Nrul, Nsp.BTI, QUI, Pdl, EflMI, Pmel, PpulOI, PpuMI, Psp.OMI, PsrI, PssI, 
PvuII, RleAI, RsrH, Sap.1, Saul, Sbfl, Sdl, Sdul, Sfcl, Sfol, Sgfl, SgrAI, Smal, Smll, Snal, 
SnaBI, Srfl, Sse232I, Sse8387I, Sse8647I, Sj^I, Ithl 1 II, Tthl 1 III, JMKI, Ysp.1, Xbal, Xcml, 
Xho L Xmal . 

54. The method of claim 33 wherein the restriction endonuclease recognizing at least a 
30 four nucleotide sequence not found within the sequence of the anchor prime is selected from the 
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group consisting of AscI, Bael, Fsel, NotI, PacI, Pmel, PpuMI, RsrII, Sapl, SexAI, Sfil, Sgfl, 
SgrAI, Srfl, Sse8387I and Swa l. 

5 5 . The method of claim 33 wherein the restriction endonuclease that recognizes at 
least six bases is selected from the group consisting of AscI, Bael, Fsel, NotI, PacI, Pmel, 
PpuM I. RsrII, Sapl, SexAI. Sfil, Sgfl, SgrAI, Srfl, Sse8387I and Swal. 

56. The method of claim 33 wherein the restriction endonuclease that recognizes at 
least six bases is selected from the group consisting of EcoRI and Xbal. 

57. The method of claim 33 wherein the capturable moiety of the anchor primer of the 
double stranded DNA molecule is biotin. 

58. The method of claim 33 wherein the detectable moiety of the anchor primer of the 
second set of sequence-specific PCR products is a fluorescent moiety and is detected by 
monitoring laser-induced fluorescent emission. 

59. The method of claim 33 wherein the restriction endonuclease that recognizes at 
least a four nucleotide sequence not found within the sequence of the anchor primer is Mspl and 
the first 5' PCR primer comprises the sequence 5'-C-T-C-G-A-G-C-T-C-G-A-C-G-G-T-A-T-C- 
G-G-N-3'(SEQIDNO:16). 

60. The method of claim 33 wherein the first 5 ' PCR primer comprises the sequence 
5'-C-C-T-C-G-A-G-G-T-C-G-A-C-G-G-T-A-T-C-G-G-N-3' (SEQ ID NO:17) and the second 5' 
PCR primer comprises the sequence 5'-C-G-A-C-G-G-T-A-T-C-G-G-N-N-N-N-3' (SEQ ID 
NO: 18). 

61. The method of claim 33 wherein the restriction endonuclease that recognizes at 
least a four nucleotide sequence not found within the sequence of the anchor primer is Sau3AI, 
the first 5' PCR primer comprises the sequence 5' A-G-C-T-C-T-G-T-G-G-T-G-A-G-G-A-T-C- 
N-3' (SEQ ID NO:19), and the second 5' PCR primer comprises the sequence 5'-C-T-C-T-G-T- 
G-G-T-G-A-G-G-A-T-C-N-N-N-N-3' (SEQ ID NO:20). 

62 . The method of claim 33 wherein the restriction endonuclease that recognizes at 
least a four nucleotide sequence not found within the sequence of the anchor primer is NJalll, the 
first 5' PCR primer comprises the sequence 5'- A-G-C-T-C-T-G-T-G-G-T-G-A-G-C-A-T-G-N- 
3' (SEQ ID NO:21), and the second 5' PCR primer comprises the sequence 5'-C-T-C-T-G-T-G- 
G-T-G-A-G-C-A-T-G-N-N-N-N-3' (SEQ ID NO:22). 
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63 . The method of claim 33 wherein the restriction endonuclease that recognizes at 
least a four nucleotide sequence not found within the sequence of the anchor primer is Taql, the 
first 5' PCR primer comprises the sequence 5'- C-C-T-C-G-A-G-G-T-C-G-A-C-G-G-T-A-T-C- 
G-A-N -3' (SEQ ID NO:23), the second 5' PCR primer comprises the sequence 5'- T-C-G-A-G- 
G-T-C-G-A-C-G-G-T-A-T-C-G-A-N-N-N-N-3' (SEQ ID NO:24). 

64. A set of anchor primers having the sequence 5 '-A-T-G-A-A^T-T-C-T-C-T-A-G- 
A-G-A-T-T-G-C-T-A-C-C-T-C-A-G-T-C-T-G-A-G-C-T-C-C-A-C-C-G/6-G-G-T-A-G-T-A-C- 
T-C-A-C-T-G-C-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-T-V-N-N-3'/sEQ ID NO: 1) wherein 
the 5' terminal base (base 1) is a biotinylated adenylate residue, V c^ represent A, C or G, and 

each N can represent A, C, G, or T. 

65 . A set of anchor primers having the sequence 5VA-T-G-A-A-T-T-C-T-C-T-A-G- 
A-G-T-C-T-G-A-G-C-T-C-C-A-C-C-G-C-G-G-T-A-G-T-A^C-T-C-A-C-T-G-C-A-G-T-T-T-T- 

T-T-T-T-T-T-T-T-T-T-T-T-T-T-V-N-N-3'(SEQ ID NO: 2) wherein the 5' terminal base (base 
1) is a biotinylated adenylate residue, V can represent^/c or G, and each N can represent A, C, 
G, orT. 

66. A set of anchor primers having the s/quejfce 5'-G-A-A-T-T-C-A-A-C-T-G-G-A- 
A-G-C-G-G-C-C-G-C-A-G-G-A^ 

T-G-C-A-G-T-T-T-T-T-T-T-T-T 7 T^-T-T-T-tA^T-T-V-N-N-3' (SEQ ID NO: 3) wherein the 5' 
terminal base (base 1) is a biotinVlated guanine (esidue, V can represent A, C or G, and each N 

can represent A, C, G, or T. 

67. A system for storltig^n^isplaying characteristics of polynucleotide fragments 

comprising, in combination: 

a graphical user interface fojAsually displaying characteristics of polynucleotide 

fragments and 

at least one database for/storing characteristics of polynucleotide fragments stored on a 

computer readable medium. 

68. The system /f claim 67 wherein at least one database comprises data produced by 
the quantitation of the fragment length and relative abundance of sequence-specific PCR 
products. 

69. The sy/tem of claim 68 wherein the sequence-specific PCR products are 
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differentially expressed sequence-specific PGR products. 

70. The system of claim 67 wherein at least one database comprises data including 
sequence relationships, gene mapping and cellular distributions. 

71 . The system of claim pi wherein at least one database comprises data including 
5 corresponding nucleotide sequences determined from a general database of nucleotide 

sequences, the corresponding npleotide sequences being delimited by the 3 '-most recognition 
site for the restriction enddnu^lease mat recognizes at least a four nucleotide sequence not found 
within the sequen^of the ^chop'pHmer and the beginning of the poly(A) tail. 

72. The system of c4im 71 wherein at least one database comprises data including an 
1 0 expected length of a semi^ace-spejpific PCR product. 

73/ The system of clainkj^hereii^^ length of a sequence-specific PCR 

product /s determined from the sum of the lengths of the corresponding nucleotide sequence 
determined froptfme general database, the length of the 5 ? PCR sequence hybridizable to the 
adapter sequence, and the length of the remaining anchor primer sequence, including the length 
15 of the 3' PCET primer segment. 

74./ The system of claim 73 further comprising a set of executable instructions stored 
on a computer readable medium suitable for comparing characteristics of the sequence-specific 
PCR products to characteristics of the corresponding nucleotide sequence determined from the 
general database. 
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